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Supplementary Methods: Methods S1
RT-PCR and qRT-PCR
qRT-PCR analysis was carried out using qScript TM cDNA SuperMix (Quanta BioSciences) in a Rotor-Gene RG-3000 real-time thermal cycling system (Corbett Research). Three independent biological replicates were used with gene-specific primers (Table S4 ). Data were analyzed using Rotor-Gene 6.0.16 software. Values were normalized against Actin and foldchange was calculated using the 2 -∆∆Ct method.
Methods S2

Microarray Hybridization and Scanning
WT and transgenic (BL16 and BL35) seedlings were grown for 2 weeks on MS medium in Magenta vessels. An additional set of WT seedlings were grown on MS medium supplemented with 1 µM EBR (Dhaubhadel et al., 1999) . Shoot tissue above the medium was harvested and total RNA was extracted using the Plant RNeasy mini kit (Qiagen). RNA amplification, labeling with Cy3-or Cy5-dCTP dyes (GE Healthcare) and probe fragmentation was carried out using Ambion Amno Allyl Message Amp II RNA amplification kit (Ambion). A dye swap (Cy3/Cy5) experiment was performed for each biological replicate. A spotted 15,000, 50-mer B. napus oligo array, previously developed at the Agriculture and Agri-Food Canada (Stasolla et al., 2008) , was hybridized with the Cy5-and Cy3-labelled probe pairs. Labeling, hybridization and post-hybridization washing were conducted according to the protocol for Corning epoxide slides ("long-oligo" protocol with 25% formamide; Corning Inc.). Hybridization was carried out at 37°C for 17 h in a MAUI hybridization station (BioMicro Systems). Post-hybridization washes were carried out once in 2x SSC, 0.1% SDS at 37°C for 5 min, twice in 1x SSC at room temperature for 2 min, and twice in 0.1x SSC at room temperature for 1 min. Slides were scanned with the Vers Array Chip Reader laser scanner (BioRad). Image analysis and feature extractions were performed with Array Pro Analyzer software (Media Cybernetics Inc.). Initial data processing was performed using tools available in BASE database (http://base.thep.lu.se). Background intensities were removed by subtracting median background from median foreground spot intensities. Signal intensity data were normalized using a pin-based Lowess normalization.
Intensity data for each reporter pair in the dye-swap experiments was merged by calculating the geometric mean of ratios per reporter pair.
Methods S3 Lipid Extraction and FAMEs Preparation and Analysis
Lipid extraction and fatty acid analysis in B. napus seeds were carried out according to Siloto et al. (2006) . For Arabidopsis seeds, 5 mg of dry seeds were incubated with 0.7 mL 2% H 2 SO 4 /MeOH, 18 µL 0.2% BHT/MeOH and 200 µL C17:0-TAG/toluene (1 µg/µL) at 95°C
for 90 min. Following extraction with 0.3 mL 0.9% NaCl (w/v), 0.5 mL hexane and centrifugation at 1500x g for 5 min, the upper phase containing total fatty acid methyl esters (FAMEs) was analyzed by an Agilent Technologies 6890N GC equipped with a 60-m BPX70 column using helium as carrier gas. The column temperature was programmed as an initial 170°C for 1 min, ramping to 200°C at 5°C/min, 210°C at 2.5°C/min, and finally to 240°C at 10°C/min with holding for 3 min. Peaks were identified based on comparison of retention time with standard FAME and quantified with Agilent Technologies Chem Station software (Rev B.03-02-SR2). The mass of individual FAME was calculated on the basis of internal standard mass and converted into moles using molecular weights of FAMEs. Total masses of glycerol moieties and fatty acyl moieties were summed to calculate the total amount of TAG and percentage of oil in seed.
Methods S4 Hormone Analysis
Leaf tissue of WT, VC and transgenic seedlings grown for 2 weeks on MS medium, and WT grown on MS medium plus 1 µM EBR, was collected, frozen in liquid nitrogen, and stored at -80°C until used. Frozen leaf material (~500 mg) was analyzed for SA and JA levels at the hormone profiling facility at the Plant Biotechnology Institute, National Research Council, Saskatoon http://www.pbi.nrc.ca/ENGLISH/technologyplatforms/plant-hormoneprofiling.htm. The analysis was performed by high performance liquid chromatography electrospray tandem mass spectrometry (HPLC-ES-MS/MS) using deuterated internal standards (1 ng/ L of 3,4,5,6-d4-2-hydroxybenzoic acid and 0.5 ng/ L of 2,2-d2-jasmonic acid) and external standards (100 ng of 1,2,3,4,5,6-13C6-2-hydroxybenzoic acid and 50 ng of 12,12,12-d3-jasmonic acid).
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